Table (S1) Combined patient information and molecular typing data of the 193 MRSA isolates obtained from the Steve Biko Academic Hospital. Summarily, the distribution of MRSA strains among the different clinical conditions was rarely dependent on the genetic backbone or genotype. The corresponding examples are presented as follows (Details of the table can be found below the description:
A particular genotype type could be associated with multiple hospital units and could be of CA-MRSA and /or 1.
HA-MRSA genotype: PFGE Pulsotype-J was detected in Surgery and Trauma, Paediatric urology, High Care Medical, and Orthopaedic units. Different PFGE pulsotypes could be associated with a treatment material, such as the central venous pressure 2.
catheter (CVP) tip in different hospital units and could be of CA-MRSA and /or HA-MRSA genotype:pulsotypes-A1, A3, A4, A6, and F were associated with the CVP tip used in General paediatric, Neurology, Paediatric Surgery, High Care Medical, Paediatric and Surgery and Trauma unit.
Isolates of different PFGE pulsotypes were detected in multiple hospital units and could be of CA-MRSA and 3.
/or HA-MRSA genotype: isolates of PFGE pulsotypes-A1, A3, A4, A5, B1, I, and J were detected in the Orthopaedic unit. A PFGE pulsotype could be either CA-MRSA or HA-MRSA genotype. This observation was not limited to any 4. specific PFGE pulsotype: CA-MRSA and HA-MRSA genotypes were detected among pulsotypes-A1, A3, A4, A6 and J. An agr type could be either CA-MRSA or HA-MRSA genotype. This observation was not limited to any 5. specific PFGE pulsotype: CA-MRSA and HA-MRSA genotypes were detected among isolates with agr types I to III. A 70% similarity cut-off value was used for cluster definition. The following isolates were considered outliers, as they did not fall under a major node within the cut-off value: 35, 40, 44, 50, 53, 60, 79, 82, 84, 85, 91, 102, 140 and 141. 
